frames was random. We recorded 12-15-minute-long videos that were later trimmed to the central 10 minutes to exclude potential effects of disturbance during starting and stopping the cameras. In total, 500 1 9 2 videos were taken throughout the flowering period, of which a random subset of 140 videos 1 9 3 (23.3 hours of video) were analysed by the first author in a random order. In total, these videos solitary bee or hoverfly, the duration of the visit and the path it took (see below). Finer 1 9 7 taxonomic identification was not possible due to the video resolution, but we took high quality 1 9 8 photographs to identify the most common visitors: hoverflies (Syrphidae) Eristalis arbustorum,
Syritta pipiens, Sphaerophoria sp. and Toxomerus marginatus, and solitary bees from the family 2 0 0 Halictidae (kindly identified by Bill Crins, Toronto, Canada).
The path that each visitor took after its initial visit to a flower was recorded to test populations as is expected in selfing plants [23] . Moreover, because pollinators will often focus 2 0 4 on exploiting one type of flower and/or floral scent, we tested whether visitors were more likely mating system, and whether progeny from crosses between mating system received fewer visits 2 0 7 than progeny from crosses within the same mating system. We classified visitor paths as: "away" 2 0 8
-the visitor left the video frame after an initial visit; "same" -the visitor visited a second flower 2 0 9 on the same individual; or to one of the cross types as defined above ("SI-within", "SC-within", 2 1 0 "SC-self", "SIxSI", "SCxSC", "SIxSC", "SCxSI") -the visitor went to a flower on a different All statistical analyses were done in R 3.5.1 [24] . To test if there were differences in the within, SC-self) and between within population cross types and between population cross types 2 1 7 (SI-within, SC-within, SC-self vs SIxSI, SCxSC, SIxSC, SCxSI), we used Gaussian linear population and paternal population as random effects. We used "Improper" prior distributions, i.e. distributions with density functions that do not integrate to 1 and are therefore not "proper" were directly simulated from the joint posterior distribution of the model parameters using the posterior distributions of the model parameters were then used as estimates, and the 2.5% and 97.5% quantiles were used as the lower and upper limits of the 95% credible intervals to make 2 2 7
comparisons among cross types. the maximum flower number data. This model specifies one process for zero counts and a that individuals from a cross type would flower.
Pollinator visitation rate (per plant) was analysed separately for the two main visitor pollinator visitation due to low sample size. To test if there were differences in the frequency of as random effects. In these models, the number of adaptive Gauss-Hermite quadrature points 2 4 5
(nAGQ) was set to zero, which optimizes the random effects and the fixed-effects coefficients in
the penalized iteratively reweighted least squares step [25] . This results in a faster but less
precise parameter estimation for generalized mixed effect models [25] . These models used a log-
reproductive isolation. To do this, we used calculations of -the "pollen transfer probabilities" outlined in [32] . Here, we use the calculation of to refer to the opportunity for opportunity for plants from self-compatible populations to fertilize flowers on plants from self-
incompatible populations (SI-within cross type), and so on. In the above expressions, the superscripts and refer to plants in the male and female between, rather than within mating-type pollen transfer. Because we were specifically interested 3 0 9
in opportunities for pollen transfer driven by phenology, not frequency, we used bootstrapping to differed from 0 using a two-tailed t-test.
The opportunity for geitonogamous self-pollination is determined by the number of estimates of that likelihood. We calculated the opportunity for geitonogamous pollen September) (Fig. S1 ). The probability of an individual flowering varied by cross type. SI-within
and SC-within cross types did not strongly differ from each other in the probability of flowering (55% and 61%, respectively; CrI overlapping; Fig. 2a ), however the probability of flowering of 3 3 9
the SC-self cross type (29%) was substantially lower (Fig. 2a) . So, while progeny formed by hybrid cross types did not differ from the within-population cross types in the probability of being more likely (83%) to flower than the other F1 or within-population cross types (Fig. 2a) .
Additionally, the direction of the cross for SIxSC and SCxSI hybrid F1 crosses did not have an
obvious effect on flowering probability, as both cross types had similar probabilities (63% and 3 4 7 64% respectively) for flowering (Fig. 2a) .
The time of peak flowering differed among the cross types. While there were no strong 3 4 9 differences in the time of peak flowering between the SI-within and SC-within cross types, the that cross direction did not influence the time of peak flowering (CrIs overlapping; Fig. 2b ).
5 4
There were also no strong differences in peak flowering between the within-population and F1 Our common garden experiment showed that, although pollinator behaviour may isolate natural populations, giving specific attention to parapatric selfing and outcrossing populations. incompatibilities contribute to reproductive isolation remains to be investigated. incompatibility in the perennial Arabidopsis lyrata (Brassicaceae) and its genetic individuals in the observation. These variables were transformed to range between 0 and 1. 
